There are no two identical leaves in the world, so how to find effective markers or features to distinguish them is an important issue. Function
Introduction
An important goal in scientific research is to find some effective characteristics to distinguish objective things. Especially in the field of life and biomedical science, the researchers hope to find some biomarkers to detect disease, such as cancer 1, 2 , diabetes 3 and alzheimer's disease 4 , or to test whether a treatment is working 5 . With the development of biotechnology, such as gene chip and sequencing technology 6, 7 , biomarkers of various omics (genome, transcriptome, proteome, epigenome, etc.) 8 have been widely and directly measured. However, the scanning of single markers can only provide limited understanding of complex disease.
Math function transformation is an effective way to transform two, three, or multiple observed/measured values of biomarkers (or biological characteristics) into a new useful characteristic/indicator. One example is Body Mass Index (BMI) which is an important indicator of body fat, and widely be used in scientific research 9, 10 . Let x is person's weight and y is person's high, 
Handsome function
In the Funome Project, the function ( 
Develop the Funome tools
Another task of 'the Funome Project' is to develop some tools to scan the funome and identify handsome functions. We will gradually publish the function library and software on our website http://www.funome.com.
Discussion
To find effective markers, features or indicators that can distinguish objective things, here, we developed a funome project. When we use funome to solve practical problems, there are still some points to pay attention to. (1) There are too many math functions in the function library, and researchers need to choose some common, important functions in their study. We will gradually provide some important function sets for downloading and using. (2) For whole genome, transcriptome and proteome data, there were too many markers detected through chips and sequencing. Under the current speed limit of computer, it is impossible to scan all functions for all the markers. We recommend that researchers can select several interesting functions to scan the whole genome or transcriptome.
In the funome study, some pattern recognition methods, such as classification and discrimination, can also be used to improve the efficiency of identifying novel indicator/characteristic.
Although funome comes from the life science, it can be applied to other fields, such as Physics and Economics.
We also hope some excellent indicators/characteristics identified by the funome strategy can be applied in the field of artificial intelligence.
